We report here the draft genome sequences of three strains of L. paracasei (NRIC 0644, NRIC 1781, and NRIC 1917) isolated from different sources. The three genomes range from 2.95 to 3.15 Mb with a G؉C content of 46% and contain approximately 2,700 protein coding sequences. Address correspondence to Junichi Nakagawa, j3nakaga@bioindustry.nodai.ac.jp.
actobacillus paracasei is a facultatively heterofermentative lactic acid bacterium which has been found in various sources, including fermented plant materials, fermented milks, and human and animal intestines. Since the species shares similar phenotypic characteristics with its phylogenetic neighbors, i.e., Lactobacillus casei and Lactobacillus rhamnosus, taxonomy of these three species was thus mixed for some time (1). A conclusion from the Judicial Commission of the International Committee on Systematics of Bacteria led to the solution of this taxonomic problem (2) . L. paracasei is one of the most characterized lactobacilli, and several beneficial properties related to probiotic application have been reported.
In the present study, three strains of L. paracasei, which showed different levels of tolerance to cholic acid, a major component of bile, were genome sequenced to study genetic characteristics related to the bacterial stress response. L. paracasei NRIC 1981 and NRIC 1917 were isolated from compost and sugar cane wine, respectively. Strain NRIC 0644 was originally obtained as L. casei JCM 1134 (ATCC 393), described as having been isolated from fermented milk. However, our preliminary BLAST analysis indicated that the strain showed low genetic similarities against L. casei ATCC 393 (e.g., 81% and 88% sequence similarities with recA and groEL genes, respectively) but rather high similarities against L. paracasei ATCC 334 (99% and 99% similarities with recA and groEL genes, respectively). NRIC 0644 was therefore identified as L. paracasei.
The genomic DNAs of L. paracasei strains were extracted with a DNeasy blood and tissue kit (Qiagen). Whole-genome sequencing was carried out by using an Illumina Genome Analyzer II system, with an insert length of about 500 bp. Nucleotide sequence accession numbers. The strains are publicly available in the NODAI Culture Collection Centre, Tokyo University of Agriculture (Tokyo, Japan). The draft of the wholegenome sequencing project has been deposited in DDBJ under the accession numbers BAYM01000001 to BAYM01001436 (NRIC 0644), BAYN01000001 to BAYN01000141 (NRIC 1917) , and BAYO01000001 to BAYO01000527 (NRIC 1981), respectively.
